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DNA extraction and barcoded amplicon production
All wing punch samples were stored in ethanol. DNA extraction was performed using a commercial kit (First-DNA all tissue kit) by GEN-IAL GmbH (Troisdorf, Germany) according to the supplier's instructions. Amplicon production was carried out for each sample with four dedicated PCR reactions using the primers given in Table S1 .
PCR conditions are summarized in Table S2 . We used long within-cycle extension times in order to minimize chimera generation. All primer sequences were designed for this work.
In order to track individuals after pooling PCR products for sequencing, we used 24 different molecular barcodes. These consisted of 4-base sequences added to the 5' end on the primers. The list of barcodes used is given in Table S3 . TM2, EC1, TM3,  IC2, TM4 and EC2  306  717  0.43  TAAR2_F  TGGGCAGGAACTGGAACAAGCG   TAAR2_R  GGCAGTCACTGATTTCCTCCTGGG   TAAR3§   EL1, TM3, IL2,  TM6, EL3 and TM7  478  1032  0.46  TAAR3_F  TGCAAGTGGAATTGAAATACCCAAGCC   TAAR3_R  ACCGATTTTATGCTGTGTGTCACCCT   TAAR8§   IL1, TM2, EL1, IL2,  TM4 and EL2  353  1038  0.34  TAAR8_F  TGGATAATTCCTCCAGCCCGTCGT   TAAR8_R  TGGAAACCTCCTGGTGATGATTGC All primers were designed to anneal to (and amplify) exonic regions.
Supplemental
*Since TAAR genes have one single exon, the corresponding protein domains of the sequenced DNA are given for them. EL: Extracellular loop; TM: transmembrane domain; IL: intracellular loop. All domains are predicted based on amino acid sequence alignments with human or mouse homologue proteins. The G protein-coupled receptor structures 2Y03 and 1F88 of the PDB (http://www.pdb.org) were used as references.
# Lengths are based on annotated sequences of homologue exons from horse or domestic cat 1 . § These primers were multiplexed in a single PCR for each individual. visual inspection in order to set exclusion parameters for the next step. (Table S3 ).

We processed data originated from 45 pools: 41 regular sample pools, 3 repetition pools and one pool of replicates. Each pool contained amplicons of 24 individuals which had been previously (during PCR) marked with one of 24 different barcode combinations
2nd. Quality filter:
a. Perform first quality filter using a Python script (all scripts available upon request) with FASTQ parameters "q30" and "p75", meaning that reads with FASTQ quality score < 30 in more than 25% of the bases in both directions are completely deleted.
b. Delete reads with clear artifacts (passages with repeats of A, C, G, T, GC or GT at least 15 bases long).
c. Delete reads with primer or tag errors (no error tolerance).
d. Delete obvious chimeras (reads with unexpected barcode combinations).
e. Check necessity of trimming out poor quality read ends.
f. Save sequences as FASTQ files and generate FastQC reports again for documentation. We assigned:
 50 MHC-I alleles to 447 individuals (3 to 6 alleles per ID)  25 MHC-II alleles to 615 individuals (2 to 4 alleles per ID)  9 TAAR2 alleles to 964 individuals (1 or 2 alleles per ID)  5 TAAR3 alleles to 876 individuals (1 or 2 alleles per ID) and  8 TAAR8 alleles to 884 individuals (1 or 2 alleles per ID).
The number of individuals genotyped for more than one locus (information used later for linkage disequilibrium analyses) was as follows: 331 individuals were genotyped for both MHC classes, 829 individuals were genotyped for all 3 TAAR loci and 301 individuals were genotyped for all 5 loci studied here. 14 out of 24 replicate samples yielded enough reads for them to be used as such for all loci. Repeatability of allele calling was 88.2% on average (MHC-I: 75%; MHC-II: 81%; TAAR2: 95%; TAAR3: 90% and TAAR8: 100%).
9th. Naming alleles:
This final step depends on the nomenclature and conventions of the assessed species and genes. It generally should consider phylogenetic relationships between alleles and previously published allele names. The numbers refer to the methodological filters employed (mother, father and at least one further candidate male had to be known and successfully genotyped) and indicate the individuals originally sampled (1) and those actually assessed for the mate choice analyses (2).
*One female that originally roosted in the CG colony immigrated into the BH colony, thus the number of females per colony adds up to 148 while the real total number of females is 147. Figure S1 . Geographic and genetic structure among the eleven day roosts that contributed individuals to this study.
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a: Simplified map of the La Selva Biological Station area in Costa Rica. The map was drawn with Inkscape 7 based on a reference map explicitly released into the public domain 8 in 2012. b: ΔK plot comparing different numbers of assumed populations. The K value inferred to best fit the data was 7 (K = 1 up to K = 10 tested). The analysis was carried out with STRUCTURE (v2.3.4) 9 and the plot (Evanno method for detecting the number of K) was created with STRUCTURE Harvester 10 . c: STRUCTURE 9 bar plot in which the ancestry of individuals was inferred after averaging ten STRUCTURE 9 runs with CLUMPAK (Cluster Markov Packager Across K) 11 for K = 7. Each column represents one individual while each block includes all individuals from each colony, which are indicated below each block. Further parameters used were as follows: Burn-in period: 2.5 x 10 5 ; Replicates: 10 5 ; INFERALPHA=1; INFERLAMBDA=0.
The STRUCTURE analysis was performed based on eight microsatellites previously genotyped 12 for 1026 individuals, which include all bats genotyped for the MHC (see Table S4 ). It provides an idea about the relatively high degree of admixture, likely due to dispersion and gene flow, among the eleven colonies. As expected from their geographic locations, the colonies PH and STR3000 stand out
by showing some degree of isolation, while BH seems highly influenced by its neighbors. Importantly, the differences among colonies do not affect mate choice tests, since females, real and candidate fathers are always from the same colony. Additionally, 88.3% of all mate choices investigated in our study took place in BH, the largest colony (Table S4 ). TAAR2-1  928  TAAR2-2  271  TAAR2-3  240  TAAR2-4  37  TAAR2-5  20  TAAR2-6  4  TAAR2-7  3  TAAR2-8  3  TAAR2-9 2 TAAR3-1  784  TAAR3-2  480  TAAR3-3  16  TAAR3-4 7 TAAR3- 5 6 TAAR8 (N = 884). 8 Alleles Symbol Abundance TAAR8-1  855  TAAR8-2  277  TAAR8-3  97  TAAR8-4  19  TAAR8-5  16  TAAR8-6  7  TAAR8-7  6  TAAR8-8 The distributions make evident that the two male groups have a nearly identical diversity indices. The slightly higher values among the "hom" group (males available for homozygous females) additionally corroborate the results of the TAAR3/female choice interaction analysis, which, if biased by male sampling, would be expected to be skewed in the opposite direction (higher MALDiv and MAADiv for mating partners of TAAR3-homozygous females).
TAAR2 (N = 964). 9 Alleles Symbol Abundance
TAAR3 (N = 876). 5 Alleles Symbol Abundance
Supplemental Figure S6. Collinearity among the five MHC indices
The lower panels display Pearson correlations (R²) while the upper panels present scatter plots among each pair of variables (MHC indices) which are given in the diagonal. For both MHC classes, collinearity is high among the diversity indices (MALDiv and MAADiv) but not among the dissimilarity indices (MALDis, CALDis and µAADis). The function for the plots was adapted from the panel.cor function published elsewhere 13 .
